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Data availability

We used Y chromosome sequence data published in the Karmin et al. 1. The sample id of
two Indian samples used in the phylogeny are, GS000016803-ASM (Gond population)
and GS000016804-ASM (Ho population). These sequences can be downloaded from

European Nucleotide Archive (ENA; http://www.ebi.ac.uk/ena/) under accession

number PRJEB8108 or data repository of the Estonian Biocentre (www.ebc.ee/
free_data/chrY). The sequence trace files of the various markers have been submitted to
the figshare database (DOI: 10.6084/m9.figshare.12771023). The details of each markers

have been shown in the Supplementary Table 1.
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Supplementary Figures and Tables

This file contains two figures and one table:

Supplementary Fig. 1. The sampling locations of various ethnic groups used in the
present analysis. The detailed linguistic information of all the Bangladeshi samples

genotyped were not present, therefore we have designated them as a ‘mix’ group.
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Supplementary Fig. 2. The bar plot showing the frequency of newly defined and
M95x(B418, B419, B426, M1284) branches amongst various ethnic groups of South Asia.
This frequency is calculated out of the extant samples falling in haplogroup 02a-M95.
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Supplementary Table 1: The details of the genetic markers used in this study.
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M1284 2.6838496C>G tttcacccaggctgcagt agtacttaggccaggcacag 273bp BseL1 5'.CCN5INN.. 273bp
(eq. M1283) 3’ 125+148
bp
B426 g.1509700A>G gctcccaaacatttctgeta tacccagggttcaagatagc 215bp
B426eq 8.16794293T>C gtgtccagggcatgtctttt catccaactgcttcccaact 383bp Mspl 5'.CCIGG..3" 383bp
220+163
bp
B424 2.18249536T>C acgtgcaatctcacaggttt atgtcccagattgctgagaa 299bp Taal 5'.ACN!GT..3' 299bp
121+178
bp
B418 2.22578932T>C gggggtgagaaggtttgtta cagggagaaggaacactttca 352bp Bcll 5'.TIGAT..3’ 352bp
a CA 286+66b
p
B419 g.7750676A>C gcccagtgatatgacacaat gcagatcacaatgtgaggag 262bp | Bsh123 | 5'.CGICG.3’ 262bp
61 146+116

bp




